Key indicators: single-crystal X-ray study; T = 200 K; mean (C-C) = 0.003 Å; R factor = 0.056; wR factor = 0.154; data-to-parameter ratio = 16.0.
(20) rings. Additional weak C-HÁ Á ÁN hydrogen bonds result in C(9) chains parallel to [001] . Reich et al. (2004) provide examples of intermolecular aldimine coupling. For a discussion of the biological activity of benzimidazole derivatives, see: Ló pez-Rodríguez et al. (1999) ; Horton et al. (2003) . For the structure of 2-(pyridin-4-yl)-1Hbenzimidazole, see : Geiger & Bond (2013) , and for its trihydrate, see: Huang et al. (2004) . For the structure of 5,6-dimethylbenzimidazole, see: Lee & Scheidt (1986 Table 1 Hydrogen-bond geometry (Å , ). Data collection: APEX2 (Bruker, 2013) ; cell refinement: SAINT (Bruker, 2013) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL2013 (Sheldrick, 2008) ; molecular graphics: PLATON (Spek, 2009) ; software used to prepare material for publication: publCIF (Westrip, 2010) .
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Comment
Benzimidazole derivatives are of interest because of their pharmacological uses. Examples include inhibitors of serotonin activated neurotransmission drugs (López-Rodríguez et al., 1999) and antiarrhythmic, antihistamine, antiulcer, anticancer, fungicidal, and anthelmintical drugs (Horton et al., 2003) . The title compound was prepared as part of our efforts to prepare benzimidazole analogues which have substitutents capable of binding metals (Geiger & Bond, 2013) . The benzimidazole ring system is planar with the largest deviation from planarity for N1 of 0.0173 (13) Å. The largest deviation from planarity in the 2-(pyridin-2-yl) substituent occurs for C9 of 0.0030 (17) Å. The pyridine ring and the benzimidazole ring system are almost coplanar. The angle between the two mean planes is 2.75 (11)°. The 2-(pyridin-2yl) substituent N atom is syn to the 1-(pyridin-2-ylmethyl)substituent, resulting in a weak C-H···N S(6) intramolecular hydrogen-bond motif with a C13···N3 distance of 2.948 (3) Å and a C13-H13A···N3 angle of 118.4°. The 1-(pyridin-2ylmethyl) substituent pyridine ring exhibits a high degree of planarity. The largest deviation is 0.0079 (13) Å for N4.
The solid-state structure displays extensive intermolecular interactions. Pairs of molecules related by crystallographic inversion centers are joined by two weak C11-H11···N4 H-bonds. As shown in Figure 2 Additionally, weak C17-H17···N2 interactions link molecules into C(9) chains parallel to [001] ( Figure 3 ). The C-N nonbonded contact is 3.368 (3) Å and the C-H···N angle is 125°.
Experimental
4,5-dimethyl-1,2-diaminobenzene (2.00 g, 14.7 mmole) was stirred in absolute ethanol (60 ml) for five minutes under nitrogen. 2-pyridinecarboxaldehyde (2.80 ml, 3.15 g, 29.4 mmole) was added dropwise to the reaction mixture with stirring at room temperature. After 24 h, the solution had turned from red to orange with the formation of a precipitate.
The reaction mixture was chilled and then filtered using an HPLC grade filter and washed with water. The orange solid was dried yielding 1.37 g (29.7% yield) of pure product. 1 4, 20.7, 51.1, 110.7, 120.1, 120.8, 122.2, 123.6, 124.3, 132.0, 133.2, 135.4, 136.8, 136.9, 141.4, 148.6, 149.1, 149.1, 150.6, 157.8. Single crystals suitable for X-ray diffraction were obtained via vapor diffusion of hexane into an ethanol solution of the product at ambient temperature.
Refinement
All hydrogen atoms were observed in difference fourier maps. The H atoms were refined using a riding model with a C-H distance of 0.99 Å for the methylene carbon atoms, 0.98 Å for the methyl carbon atoms and 0.95 Å for the phenyl and pyridine carbon atoms. The methyl C-H hydrogen atom isotropic displacement parameters were set using the supplementary materials sup-2 Acta Cryst. (2014). E70, o365 approximation U iso = 1.5U eq . All other C-H hydrogen atom isotropic displacement parameters were set using the approximation U iso = 1.2U eq .
Computing details
Data collection: APEX2 (Bruker, 2013) ; cell refinement: SAINT (Bruker, 2013) ; data reduction: SAINT (Bruker, 2013) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL2013 (Sheldrick, 2008) ; molecular graphics: PLATON (Spek, 2009) ; software used to prepare material for publication: publCIF (Westrip, 2010) . Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq N1 0.12573 (5) 0.1608 (2) 
